. The cfr(C) gene conferred resistance to 35 florfenicol (8-32 µg/ml), clindamycin (512-1,024 µg/ml), linezolid (128-512 µg/ml), and 36 tiamulin (1,024 µg/ml). Phylogenetic analysis showed SNP differences ranging from 11-2,248 37 among the 16 isolates. 
Introduction

47
Campylobacter is one of the leading bacterial causes of foodborne illness in the United States. virB5, virB6, virB7, virB8, VirB9, VirB10 and VirB11 were identified (Figure 2 ).
201
The pN61925, pN61740 and pN46788 plasmid structure and gene organization were the same as 202 the pTx40 plasmid reported by Tang et.al [7] . We also compared DNA sequences and overall 
211
The virulence factors encoded by pTet and cfr(C) plasmids were previously reported [22] [23] [24] .
212
These virulence factors are involved in bacterial pathogenesis, including adherence, invasion, 
221
Whole Genome SNP Analysis
222
The SNP tree of 16 FFN R C. coli isolates showed that they were genetically diverse. The whole 223 genome SNP (wgSNP) differences ranged from 11 to 2,248 despite some of isolates being 224 collected in the same years from the same state (Figure 3 ). For example, all 9 isolates recovered 225 in 2014 (five from KS, three from TX and one from NY) were scattered in all branches of the 226 phylogenetic tree with a maximum 2,248 SNP differences even though some isolates are from 227 the same states and they share the same resistance phenotype and genotypes (Figure 1 ). This is 
